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Figure 1A 



1 CCACGCGTCCGATAATTACTAAGTACAGGGTCCCAAATTAGAATCTATTCCAACTTAAAG 60 

61 GACAAGAAAAAAAAAGTCCAAGATTACCCAGTGAACTATGTTTGTAGTTTGTGTCACCAA 12 0 

121 ACTGATAGTCACGCCTAATTTCTTCTTATACTCC ATAAAAGACAGTGTGTATGTATGTGT 180 

181 GTGTGTTTCTTTGTGTGTATGTATGTATTCAGGTATATGTGTATAGCCTTAGCTAGGAGA 240 

241 CAATTCTAGTTTATCTAAAGGCTTATTTGAGCCCTTTCTCACGTTCATTTATTTTATTTA 30 0 

301 ATAAGCATTATATATCAGGTATTATTCAAAGCTCTTTAGAAATCTTTAGACATATTAACC 3 60 

3 61 CATATAATTCTCTTCTCTATAGGGAATAGATATGATTATTATTGCTATTTTATGGATGAT 420 

421 GAAGCTTTCTAAACATGTTATAGCCAGTAAGTGTTACTATTCTCTCATTCCTATCTCTGT 480 

481 TCTATCTTGTTCCTCCAGATAATGTGATACTATGTGGAGGTTTCTGACCACAGAGAATGT 5 40 

1 M S 2 

541 CCAGCACTCTTGGCCACAACATGGAATCTCCTCATCACACTGATGTTGACCCTTCTGTCT 6 00 

3 STLGHNMES PHHTDVDPSVF 22 

6 01 TCTTCCTCCTGGGCATCCCAGGTCTGGAACAATTTCATTTGTGGCTCTCACTCCCTGTGT 660 
23 FLLGI PGLEQFH L W L S L P V 1 42 

661 GTGGCTTAGGCACAGCCACAATTGTGGGCAATATAACTATTCTGGTTGTTGTTGCCACTG 72 0 

43 GLGTATIVGNITILVV V A T E 62 

721 AACCAGTCTTGCACAAGCCTGTGTACCTTTTTCTGTGCATGCTCTCAACCATCGACTTGG 7 80 

63 PVLHKPVY LFlImLSTIDLA 82 

7 81 CTGCCTCTGTCTCCACAGTTCCCAAGCTACTGGCTATCTTCTGGTGTGGAGCCGGACATA 840 
83 ASV STVPK LLAIFW C G A G H I 102 

841 TATCTGCCTCTGCCTGCCTGGCACATATGTTCTTCATTCATGCCTTCTGCATGATGGAGT 9 00 

103 sasa|lahm FFIHAFCMMES 122 

9 01 CCACTGTGCTACTGGCCATGGCCTTTGATCGCTACGTGGCCATCTGCCACCCACTCCGCT 9 60 

123 TVL LAMAF DRYVAlBHPLRY 142 



9 61 ATGCCACAATCCTCACTGACACCATCATTGCCCACATAGGGGTGGCAGCTGTAGTGCGAG 102 0 
143 ATILTDTI I A H I GVAAVVRG 162 
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Figure IB 



1021 GCTCCCTGCTCATGCTCCCATGTCCCTTCTTTATTGGGCGTTTGAACTTCTGCCAAAGCC 10 8 0 
163 SLLMLPCP FFIG RLNFCQSH 182 



1081 ATGTGATCCTACACACGTACTGTGAGCACATGGCTGTGGTGAAGCTGGCCTGTGGAGAC A 1140 

183 V I lhty|ehmavvklacgdt 202 

1141 CCAGGCCTAACCGTGTGTATGGGCTGACAGCTGCACTGTTGGTCATTGGGGTTGACTTGT 12 0 0 

203 RPNRVYGLT AALLV IGVDLF 222 

1201 TTTGCATTGGTCTCTCCTATGCCCTAATTGCACAAGCTGTCCTTCGCCTCTCATCCCATG 12 60 

223 CIGLSYALIAQ AVL R L S S H E 242 

1261 AAGCTCGGTCCAAGGCCCTAGGGACCTGTGGTTCCCATGTCTGTGTCATCCTCATCTCTT 1320 

243 A R S K A L G T 1 G S R V C V I L I S Y 262 

1321 ATACACCAGCCCTCTTCTCCTTTTTTACACACCGCTTTGGCCATCACGTTCCAGTCCATA 13 80 

263 TPALFSFFT H R F G H H V P V H I 282 

13 81 TTCACATTCTTTTGGCCAATGTTTATCTGCTTTTGCCACCTGCTCTTAATCCTGTGGTAT 1440 

283 HILLANVYLLL PPALN PVVY 302 



1441 ATGGAGTTAAGACCAAACAGATCCGTAAAAGAGTTGTCAGGGTGTTTCAAAGTGGGCAGG 1500 
303 G V KTKQIRKRVVRVFQSGQG 322 



15 01 GAATGGGCATCAAGGCATCTGAGTGACCCTGGAGTATAGAGGGACTTAATCCAAAAAAAA 1560 
323 M G I K A S E 329 



1561 AAAAAAA 1567 
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Figure 2 
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Figure 3 
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Figure 4 




D0126 NP 



Figure 5. 



Protein 


Genbank 
ID 


Identities 


Similarities 


rat G-protein coupled receptor, 
RAlc protein 


gil3420759 


52.83% 


59.75% 


human prostate specific G- 
protein coupled receptor, PSGR 
protein 


gill 1875778 


51.89% 


59.12% 


human HOR S'BetaM protein 


gill 1908211 


51.58% 


60.76% 


mouse MOR 3T3eta5 protein 


gill 1908222 


54.95% 


60.38% 



